. Sequence Alignment of Era from T. thermophilus and E. coli The N-terminal GTPase domain (blue, NTD), the linker region (cyan), and features of the C-terminal domain (CTD), such as the KH domain (green) containing the helix-turn helix motif (boxed in red, HTH) and the C-terminal helix (CTH) are shown. The arrow indicates the position at which the CTH was given freedom to move and rotate to enable better fitting of the CTD in the crystal structure to the cryo-EM density.
Supplemental Figures
. Sequence Alignment of Era from T. thermophilus and E. coli The N-terminal GTPase domain (blue, NTD), the linker region (cyan), and features of the C-terminal domain (CTD), such as the KH domain (green) containing the helix-turn helix motif (boxed in red, HTH) and the C-terminal helix (CTH) are shown. The arrow indicates the position at which the CTH was given freedom to move and rotate to enable better fitting of the CTD in the crystal structure to the cryo-EM density. (B) Fitting of the C-terminal domain (CTD, green) leads to even more unsatisfactory alignment of the N-terminal domain (NTD, blue), as is evident from the larger portion of the NTD sticking out of the map. Therefore, independent fittings of the two domains were performed (see Fig. 3A , main text). The cryo-EM map is shown in semitransparent red.
Figure S3. Alignment of NTDs of Era Structures from E. coli (Apo-Structure in Green) and T. thermophilus (GDPNP Bound Structure in Blue)
A large difference in orientation of helix α2 with respect to the rest of NTD should be noted.
